CLAIMS: 



1 . A B Lymphocyte Stimulator (BLyS) binding polypeptide comprising the amino 
acid sequence: Asp-Xaa-Leu-Thr (SEQ ID NO:446), wherein Xaa is Pro, Ser, Thr, Phe, 
Leu, Tyr, Cys, or Ala. 

2. The polypeptide according to Claim 1 , wherein Xaa is Pro or Ser. 

3. The polypeptide according to Claim 1, wherein said polypeptides comprises the 
amino acid sequence: Xi-X2-Asp-X4-Leu-Thr-X7-Leu-X9-Xio (SEQ ID NO:448), 
wherein 

Xi is Trp, Glu, Lys, Cys, Leu, Ala, Arg, Gly, or Ser; 

X2 is Tyr, Phe, Glu, Cys, Asn; 

X4 is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala; 

X7 is Lys, Asn, Gin, Gly, or Arg; 

X9 is Trp, Ser, Thr, Arg, Cys, Tyr, or Lys; and 

Xio is Leu, Phe, Val, lie, or His. 

4. The polypeptide according to Claim 3, wherein said polypeptide comprises the 
amino acid sequence: Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu (SEQ ID NO:436). 

5. The polypeptide according to Claim 3, wherein said polypeptide comprises the 
amino acid sequence: AIa-X2-X3-X4-Asp-X6-Leu-Thr-X9-Leu-Xii-Xi2-Xi3-Xi4 
(SEQIDNO:447), 

wherein 

X2 is any amino acid except Arg; 

X3 is Trp, Glu, Lys, Cys, Leu, Ala, Arg, Gly, or Ser; 

X4 is Tyr, Phe, Glu, Cys, Asn; 

X6 is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala; 

X9 is Lys, Asn, Gin, Gly, or Arg; 

Xii is Trp, Ser, Thr, Arg, Cys, Tyr, or Lys; 
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Xi2 is Leu, Phe, Val, He, or His; 

Xi3 is Pro, Leu, His, Ser, Arg, Asn, Gin, Thr, Val, Ala, Cys, He, Phe, or Tyr; and 
Xi4 is Asp, Glu, Asn, Val, His, Gin, Arg, Gly, Ser, Tyr, Ala, Cys, Lys, He, Thr or Leu. 



6. The polypeptide according to Claim 3, comprising an amino acid sequence 
selected from the group consisting of SEQ HD NOs: 186-435 as depicted in Table 14. 

7. The polypeptide according to Claim 3, comprising an amino acid sequence 
selected from the group consisting of SEQ ID NOs: 437-444 as depicted in Table 15. 

8. The polypeptide according to Claim 1, comprising an amino acid sequence 
selected from the group consisting of: 

Ala-Gly-Lys-Glu-Pro-Cys-Tyr-Phe-Tyr-Trp-Glu-Cys-Ala-Val-Ser-Gly (SEQ ID 
NO:450); 

Ala-Gly-Val-Pro-Phe-Cys-Asp-Leu-Leu-Thr-Lys-His-Cys-Phe-Glu-Ala-Gly(SEQID 
NO:451); 

Gly-Ser-Ser-Arg-Leu-Cys-His-Met-Asp-Glu-Leu-Thr-His-Val-Cys-Val-His-Phe-Ala-Pro 
(SEQmNO:452); 

Gly-Asp-Gly-Gly-Asn-Cys-Tyr-Thr-Asp-Ser-Leu-Thr-Lys-Leu-His-Phe-Cys-Met-Gly- 
Asp-Glu (SEQ ID NO:453); 

Gly-Tyr-Asp-Val-Leu-Thr-Lys-Leu-Tyr-Phe-Val-Pro-Gly-Gly (SEQ ID NO:454); 
Trp-Thr-Asp-Ser-Leu-Thr-Gly-Leu-Trp-Phe-Pro-Asp-Gly-Gly (SEQ ID NO:455); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO: 186); 
Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO:456); 
Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu (SEQ ID NO:457); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Val (SEQ ID NO: 189); 
Ala-Asn-Trp-Phe-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO:309); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Ser-Leu-Pro-Asp (SEQ ID NO:458); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Phe-Pro-Asp (SEQ ID NO:353); 
Ala-Asn-Trp-Tyr-Asp-Ser-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO:327). 
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9. A BLyS binding polypeptide comprising an amino acid sequence according to 
one of the following formulae: 

(H) Cys-X2-Phe-X4-Trp-Glu-Cys (SEQIDN0:8), 
wherein 

X2 is Phe, Trp, or Tyr; and 
X4 is Pro or Tyr; or 

(I) Cys-X2-X3-X4-X5-X6-X7-Cys (SEQ ID N0:9), 
wherein 

X2 is Asp, He, Leu, or Tyr; 

X3 is Arg, Asp, Glu, His, He, Leu, Lys, Phe, Pro, Tyr, or Val; 
X4 is His, Leu, Lys, or Phe; 
X5 is Leu, Pro, or Thr; 

X6 is Arg, Asn, Gly, His, He, Lys, Met, or Trp; and 

X7 is Ala, Asn, Gin, Glu, Gly, His, He, Leu, Met, Phe, Ser, Trp, Tyr, or Val; or 

(J) Cys~X2~X3--X4-X5-X6-X7-X8-Cys (SEQ ffi NO: 1 0), 
wherein 

X2 is Asn, Asp, Pro, Ser, or Thr; 

X3 is Arg, Asp, He, Leu, Met, Pro, or Val; 

X4 is Ala, He, Leu , Pro, Thr, or Val; 

X5 is Asn, His, He, Leu, Lys, Phe, or Thr; 

X6 is Asn, Glu, Gly, His, Leu, Lys, Met, Pro, or Thr; 

X7 is Arg, Asn, Asp, Gin, Glu, Gly, He, Lys, Met, Pro, Ser, or Trp; 

Xg is Arg, Glu, Gly, Lys, Phe, Ser, Trp, or Tyr; or 

(K) Cys-X2-X3-X4-X5-X6-X7-X8-X9-Cys (SEQroNO:ll), 
wherein 

X2 is Asp, Gin, His, He, Leu, Lys, Met, Phe, or Thr; 
X3 is His, He, Leu, Met, Phe, Pro, Trp, or Tyr; 
X^ is Asp, His, Leu, or Ser; 
X5 is Ala, Arg, Asp, Glu, Leu, Phe, Pro, or Thr; 
Xe is Ala, Arg, Asn, or Leu; 
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Xv is He, Leu, Met, Pro, Ser, or Thr; 

Xg is Ala, Arg, Asn, Gly, His, Lys, Ser, or Tyr; 

X9 is Ala, Arg, Asn, Gin, Leu, Met, Ser, Trp, Tyr, or Val; or 

(L) Cys-X2-X3-X4-X5-X6-X7-X8-X9-Xio-Xii-Cys (SEQ ID N0:12), 
wherein 

X2 is Arg, Asn, Gin, Glu, His, Leu, Phe, Pro, Trp, Tyr, or Val; 
X3 is Arg, Asp, Gin, Gly, He, Lys, Phe, Thr, Trp or Tyr; 
X4 is Ala, Arg, Asp, Glu, Gly, Leu, Ser, or Tyr; 
X5 is Asp, Ghi, Glu, Leu, Met, Phe, Pro, Ser, or Tyr; 
X6 is Asp, Leu, Pro, Thr, or Val; 

X7 is Arg, Gin, His, He, Leu, Lys, Met, Phe, Thr, Trp or Tyr; 
Xg is Ala, Arg, Asn, Gin, Glu, His, Leu, Lys, Met, or Thr; 
X9 is Ala, Asn, Gin, Gly, Leu, Lys, Phe, Pro, Thr, Trp, or Tyr; 
Xio is Ala, Arg, Ghi, His, Lys, Met, Phe, Pro, Thr, Trp, or Tyr; and 
Xii is Arg, Gin, Glu, Gly, His, Leu, Met, Phe, Pro, Ser, Thr, Tyr, or Val. 

1 0, The polypeptide according to Claim 9, wherein 

(a) said polypeptide comprises an amino acid sequence of the formula: 
Cys-X2-Phe-X4-Trp-Glu-Cys (SEQ ID N0:8), and the following amino acid positions 
are independently selected as follows: X2 is Tyr; X4 is Pro; or combinations of such 
selections; or 

(b) said polypeptide comprises an amino acid sequence of the following formula: 
Cys-X2-X3-X4-X5-X6-X7-Cys (SEQ ID N0:9), and the following amino acid 
positions are independently selected as follows: X2 is Asp or Leu; X3 is Glu or Leu; X4 is 
His or Leu; X5 is Thr or Pro; Xe is Lys; or combinations of such selections; or 

(c) said polypeptide comprises an amino acid sequence of the following formula: 
Cys-X2-X3--X4-X5"X6-X7-X8-Cys (SEQ ID NO: 10), 

and the following amino acid positions are independently selected as follows: X2 is Asp; 
X3 is He; X4 is Val or Leu; X5 is Thr; is Leu; Xg is Ser; or combinations of such 
selections; or 

(d) said polypeptide comprises an amino acid sequence of the following formula: 
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Cys-X2-X3-X4-X5-X6-X7-X8-X9-Cys (SEQ ID N0:11), and the following amino acid 
positions are independently selected as follows: X4 is Asp; X5 is Glu or Pro; Xe is Leu; X7 
is Thr; or combinations of such selections; or 

(e) said polypeptide comprises an amino acid sequence of the following formula: 

Cys-X2-X3-X4-X5-X6-X7-X8-X9-Xio-Xii-Cys (SEQ ID N0:12), 

and the following amino acid positions are independently selected as follows: X2 is Trp, 

Tyr, or Val; X3 is Asp; X4 is Asp; X5 is Leu; Xe is Leu or Thr; X7 is Lys or Thr; Xg is Arg 

or Leu; X9 is Thr or Trp; Xio is Met or Phe; Xn is Val; or combinations of such 

selections. 

11. A BLyS binding polypeptide comprising an amino acid sequence of the following 
formula: 

(A) Xi-X2-X3-Cys-X5-Phe-X7-Trp-Glu-Cys-Xi 1-X12-X13 (SEQ ID NO: 1), 
wherein 

Xi is Ala, Asn, Lys, or Ser; 

X2 is Ala, Glu, Met, Ser, or Val; 

X3 is Ala, Asn, Lys, or Pro; 

X5 is Phe, Trp, or Tyr; 

X7 is Pro or Tyr; 

Xn is Ala, Gin, His, Phe, or Val; 

X12 is Asn, Gin, Gly, His, Ser, or Val; and 

Xi3 is Ala, Asn, Gly, He, Pro, or Ser; or 

(B) Xi-X2-X3-Cys-X5-X6-X7--X8-X9-Xio-Cys-Xi2-Xi3~Xi4 (SEQ ID 

N0:2), 
wherein 

Xi is Ala, Asp, Ghi, Glu, Gly, His, lie. Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, Tyr, Val, 
or is absent; 

X2 is Ala, Asn, Asp, Gin, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, Tyr, or 
Val; 

X3 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Trp, Tyr, 
or Val; 
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Xs is Asp, He, Leu, or Tyr; 

Xe is Arg, Asp, Glu, His, He, Leu, Lys, Phe, Pro, Tyr, or Val; 
Xy is His, Leu, Lys, or Phe; 
Xg is Leu, Pro, or Thr; 

X9 is Arg, Asn, Gly, His, He, Lys, Met, or Trp; 

Xio is Ala, Gin, Glu, Gly, His, He, Leu, Met, Phe, Ser, Trp, Tyr, or Val; 

X12 is Asp, Gin, Glu, Gly, He, Leu, Lys, Phe, Ser, Trp, Tyr, or Val; 

Xi3 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, 

Tyr, or Val; and 

Xi4 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Phe, Pro, Trp, Tyr, Val, or is 
absent; or 

(C) Xi-X2-X3-Cys-X5-X6-Xr-X8-X9-Xio-Xu-Cys-Xi3-Xi4-Xi5 (SEQID 

N0:3), 
wherein 

Xi is Ala, Arg, Asn, Asp, Leu, Lys, Phe, Pro, Ser, or Thr; 

X2 is Asn, Asp, Gin, His, He, Lys, Pro, Thr, or Trp; 

X3 is Ala, Arg, Asn, Ghi, Glu, His, Phe, Pro, or Thr; 

X5 is Asn, Asp, Pro, Ser, or Thr; 

Xe is Arg, Asp, He, Leu, Met, Pro, or Val; 

X7 is Ala, He, Leu , Pro, Thr, or Val; 

Xg is Asn, His, He, Leu, Lys, Phe, or Thr; 

X9 is Asn, Glu, Gly, His, Leu, Lys, Met, Pro, or Thr; 

Xio is Arg, Asn, Asp, Gin, Glu, Gly, He, Lys, Met, Pro, Ser, or Trp; 

Xn is Arg, Glu, Gly, Lys, Phe, Ser, Trp, or Tyr; 

Xi3 is Gin, Glu, He, Leu, Phe, Pro, Ser, Tyr, or Val; 

Xi4 is Asn, Gly, He, Phe, Pro, Thr, Trp, or Tyr; and 

Xi5 is Asn, Asp, Glu, Leu, Lys, Met, Pro, or Thr; or 

(D) Xi-X2-X3-Cys-X5-X6-X7-X8-X^Xio-Xn- Xn-Cys-Xn-Xis-Xie 
(SEQ ID N0:4), 

wherein 

Xi is Asn, Asp, His, Leu, Phe, Pro, Ser, Tyr, or is absent; 
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X2 is Arg, Asn, Asp, His, Phe, Ser, or Trp; 

X3 is Asn, Asp, Leu, Pro, Ser, or Val; 

X5 is Asp, Gin, His, He, Leu, Lys, Met, Phe, or Thr; 

Xe is His, He, Leu, Met, Phe, Pro, Trp, or Tyr; 

X7 is Asp, His, Leu, or Ser; 

Xg is Ala, Arg, Asp, Glu, Leu, Phe, Pro, or Thr; 

X9 is Ala, Arg, Asn, or Leu; 

Xio is He, Leu, Met, Pro, Ser, or Thr; 

Xn is Ala, Arg, Asn, Gly, His, Lys, Ser, or Tyr; 

X12 is Ala, Arg, Asn, Gin, Leu, Met, Ser, Trp, Tyr, or Val; 

Xi4 is Asp, Gly, Leu, Phe, Tyr, or Val; 

Xi5 is Asn, His, Leu, Pro, or Tyr; and 

X16 is Asn, Asp, His, Phe, Ser, or Tyr; or 

(E) Xi-X2-X3-Cys-Xr-X6-X7-X8-X9-Xio-Xii-Xi2-Xi3-Xi4-Cys-Xi6-Xi7-Xi8 

(SEQ ID N0:5), 
wherein 

Xi is Arg, Asp, Gly, His, Leu, Phe, Pro, Ser, Trp, Tyr, or is absent; 
X2 is Ala, Arg, Asn, Asp, Gly, Pro, Ser, or is absent; 
X3 is Arg, Asn, Gin, Glu, Gly, Lys, Met, Pro, Trp or Val; 
X5 is Arg, Asn, Gin, Glu, His, Leu, Phe, Pro, Trp, Tyr, or Val; 
X6 is Arg, Asp, Ghi, Gly, He, Lys, Phe, Thr, Trp or Tyr; 
X7 is Ala, Arg, Asp, Glu, Gly, Leu, Ser, or Tyr; 
Xg is Asp, Gin, Glu, Leu, Met, Phe, Pro, Ser, or Tyr; 
X9 is Asp, Leu, Pro, Thr, or Val; 

Xio is Arg, Gin, His, He, Leu, Lys, Met, Phe, Thr, Trp or Tyr; 

Xn is Ala, Arg, Asn, Gbi, Glu, His, Leu, Lys, Met, or Thr; 

X,2 is Ala, Asn, Gin, Gly, Leu, Lys, Phe, Pro, Thr, Tip, or Tyr; 

Xi3 is Ala, Arg, Ghi, His, Lys, Met, Phe, Pro, Thr, Trp, or Tyr; 

Xi4 is Arg, Gin, Glu, Gly, His, Leu, Met, Phe, Pro, Ser, Thr, Tyr, or Val; 

X16 is Arg, Asp, Gly, His, Lys, Met, Phe, Pro, Ser, or Trp; 

X,7 is Arg, Asn, Asp, Gly, His, Phe, Pro, Ser, Trp or Tyr; and 
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Xi8 is Ala, Arg, Asn, Asp, His, Leu, Phe, or Trp; or 

(F) X1-X2-X3-X4-X5-X6-X7-X8-X9-X10-X11-X12 (SEQ ID N0:6), 
wherein 

Xi is Ala, Arg, Gly, His, Leu, Lys, Met, Phe, Trp, Tyr, or Val; 

X2 is Ala, Arg, Gin, His, lie. Leu, Phe, Thr, Tip, or Tyr; 

X3 is Ala, Asp, Lys, Phe, Thr, Trp or Tyr; 

X4 is Arg, Asp, Ghi, Lys, Met, Phe, Pro, Ser, Tyr, or Val; 

X5 is Asp, Leu, Lys, Phe, Pro, Ser, or Val; 

X6 is His, He, Leu, Pro, Ser, or Thr; 

X7 is Arg, Gly, His, Leu, Lys, Met, or Thr; 

Xs is Ala, Arg, Asn, He, Leu, Lys, Met, or Thr; 

X9 is Ala, Asn, Arg, Asp, GIu, Gly, His, Leu, Met, Ser, Trp, Tyr, or Val; 
Xio is He, Leu, Phe, Ser, Thr, Trp, Tyr, or Val; 

Xii is Ala, Arg, Gly, His, He, Leu, Lys, Pro, Ser, Thr, Trp, Tyr, or Val; and 
X12 is Arg, Asp, His, Leu, Lys, Met, Phe, Pro, Ser, Trp, Tyr, or Val; or 

(G) X1-X2-X3-X4-X5-X6-X7-X8-X9-X10-X11-X12-X13 (SEQn)N0:7), 
wherein 

Xi is Asp, Gin, Glu, Gly, His, Lys, Met, or Trp; 

X2 is Arg, Gin, His, He, Leu, or Pro; 

X3 is Asp, Gly, He, Lys, Thr, Tyr or Val; 

X4 is Asn, Asp, Gin, Glu, Met, Pro, Ser, or Tyr; 

X5 is Asn, Asp, His, He, Leu, Met, Pro, Thr or Val; 

Xe is Asp, Glu, His, Leu, Lys, Pro, or Val; 

X7 is Arg, Asn, Ghi, His, He, Leu, Met, Pro, or Thr; 

Xg is Gin, Gly, His, Leu, Met, Ser, or Thr; 

X9 is Asn, Gin, Gly, His, Leu, Lys, Ser, or Thr; 

Xio is Ala, Gly, He, Leu, Lys, Met, or Phe; 

Xu is Ala, Glu, His, He, Leu, Met, Ser, Thr, Trp, Tyr, or Val; 

X12 is Arg, Gin, Glu, Gly, His, He, Lys, Tyr, or Val; and 

Xi3 is Arg, Asn, Glu, His, He, Ser, Thr, Trp, or Val. 
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12. The BLyS binding polypeptide according to Claim 1 1 , wherein 

(a) said polypeptide includes an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5-Phe-X7-Trp-Glu-Cys-Xii-Xu-Xi3 (SEQ ID N0:1), and the 
following amino acid positions are independently selected as follows: X3 is Lys; X5 is 
Tyr; X7 is Pro; Xn is Ala, Gin, His, Phe, or Val; X12 is Asn, Gin, Gly, His, Ser, or Val; 
Xi3 is Ala, Asn, Gly, He, Pro, or Ser; or combinations of such selections; or 

(b) said polypeptide includes an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5~X6-X7-X8-X9-Xio-Cys-Xi2-Xi3-Xi4 (SEQ ID N0:2), and the 
following amino acid positions are independently selected as follows: X3 is Asp; X5 is 
Asp or Leu; Xe is Glu or Leu; X7 is His or Leu; Xg is Thr or Pro; X9 is Lys; or 
combinations of such selections; or 

(c) said polypeptide includes an amino acid sequence of the following formula: 
X,-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Xii~Cys~Xi3-Xi4-Xi5 (SEQ ID N0:3), and the 
following amino acid positions are independently selected as follows: X3 is Ala; X5 is 
Asp; X6 is He; X7 is Val or Leu; Xgis Thr; X9 is Leu; Xn is Ser; Xn is Val; X15 is Glu or 
Pro; or combinations of such selections; or 

(d) said polypeptide includes an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Xii~ Xi2-Cys-Xi4-Xi5-Xi6 (SEQ ID N0:4), 
and the following amino acid positions are independently selected as follows: Xi is Ser; 
X2 is Arg; X3 is Asn or Asp; X7 is Asp; Xg is Glu or Pro; X9 is Leu; Xio is Thr; X14 is 
Leu; Xi5 is His, Leu, or Pro; X16 is Asp or Ser; or combinations of such selections; or 

(e) said polypeptide includes an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Xu-Xi2-Xi3~Xi4-Cys-Xi6-Xi7-Xi8 (SEQ ID 
NO: 5), and the following amino acid positions are independently selected as follows: Xi 
is Arg; X2 is Asn, Asp, Gly, or Pro; X3 is Gly or Met; X5 is Trp, Tyr, or Val; Xe is Asp; 
X7 is Asp; Xg is Leu; X9 is Leu or Thr; Xio is Lys or Thr; Xn is Arg or Leu; Xn is Thr or 
Trp; Xi3 is Met or Phe; X14 is Val; Xu is Met; Xn is Arg, His, or Tyr; Xig is Asn or His; 
or combinations of such selections; or 

(f) said polypeptide includes an amino acid sequence of the following formula: 
X1-X2-X3-X4-X5-X6-X7-X8-X9-X10-X11-X12 (SEQ ID N0:6), and the following 
amino acid positions are independently selected as follows: Xi is Gly, Tyr, or Val; X2 is 
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His or Tyr; X3 is Asp or Tyr; X4 is Asp or Gin; X5 is Leu or Ser; is Leu or Thr; X7 is 
Lys or Thr; Xg is Leu or Lys; X9 is Met or Ser; Xio is Thr or Leu; Xn is Pro or Thr; X12 is 
Arg or Pro; or combinations of such selections; or 

(g) said polypeptide includes an amino acid sequence of the following formula: 
X1-X2-X3-X4-X5-X6-X7-X8-X9-X10--X11-X12-X13 (SEQ ID N0:7), and the following 
amino acid positions are independently selected as follows: Xi is Glu or Lys; X2 is His or 
Pro; X3 is Tyr; X4 is Asp or Gin; X5 is Asn or Thr; Xe is Asp or Pro; X7 is He or Pro; Xg is 
Leu or Thr; X9 is Lys; Xio is Gly or Met; Xu is Ala or Thr; X12 is Arg or His; X13 is His; 
or combinations of such selections. 

13. The BLyS binding polypeptide according to Claim 11, comprising an amino acid 
sequence selected from the group consisting of SEQ ID NOs: 20-162 as depicted in 
Tables 1-8. 

14. The BLyS binding polypeptide according to Claim 11, comprising an amino acid 
sequence selected from the group consisting of: 
AGKEPCYFYWECAVSGPGPEGGGK (SEQ ID NO: 163), 
AGVPFCDLLTKHCFEAGPGPEGGGK (SEQ ID NO: 164), 
GSSRLCHMDELTHVCVHFAPPGPEGGGK (SEQ ID NO: 165), 
GDGGNCYTDSLTKLHFCMGDEPGPEGGGK (SEQ ID NO: 166), 
GYDVLTKLYFVPGGPGPEGGGK (SEQ ID NO: 167), and 
WTDSLTGLWFPDGGPGPEGGGK, (SEQ ID NO:168). 

15. A recombinant bacteriophage expressing exogenous DNA encoding a BLyS 
binding polypeptide comprising an amino acid sequence: Asp-Xaa-Leu-Thr (SEQ ID 
NO:446), wherein Xaa is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala. 

16. The bacteriophage according to Claim 15, wherein Xaa is Pro or Ser. 

17. The bacteriophage according to Claim 15, wherein said polypeptide comprises an 
amino acid sequence selected from the group consisting of: 
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Ala-Gly-Lys-Glu-Pro-Cys-Tyr-Phe-Tyr-Trp-Glu-Cys-Ala-Val-Ser-Gly (SEQID 
NO:450); 

Ala-Gly-Val-Pro-Phe-Cys-Asp-Leu-Leu-Thr-Lys-His-Cys-Phe-Glu-Ala-Gly (SEQID 
NO:451); 

Gly-Ser-Ser-Arg-Leu-Cys-His-Met-Asp-Glu-Leu-Thr-His-Val-Cys-Val-His-Phe-Ala-Pro 
(SEQ ID NO:452); 

Gly-Asp-Gly-Gly-Asn-Cys-Tyr-Thr-Asp-Ser-Leu-Thr-Lys-Leu-His-Phe-Cys-Met-Gly- 
Asp-Glu (SEQ ID NO:453); 

Gly-Tyr-Asp-Val-Leu-Thr-Lys-Leu-Tyr-Phe-Val-Pro-GIy-Gly (SEQ ID NO:454); 
Trp-Thr-Asp-Ser-Leu-Thr-Gly-Leu-Trp-Phe-Pro-Asp-GIy-Gly (SEQ ID NO:455); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO: 186); 
Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Tip-Leu-Pro-Asp (SEQ ID NO:456); 
Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu (SEQ ID NO:457); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Val (SEQ ID NO: 189); 
Ala-Asn-Trp-Phe-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO:309); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Ser-Leu-Pro-Asp (SEQ ID NO:458); 
Ala-Asn-Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Phe-Pro-Asp (SEQ ED NO:353); 
Ala-Asn-Trp-Tyr-Asp-Ser-Leu-Thr-Lys-Leu-Trp-Leu-Pro-Asp (SEQ ID NO:327). 

18. The bacteriophage according to Claim 15, wherein said polypeptides comprises 
the amino acid sequence: Xi-X2-Asp-X4-Leu-Thr-X7-Leu-X9-Xio (SEQ ID NO:448), 
wherein 

Xi is Trp, Glu, Lys, Cys, Leu, Ala, Arg, Gly, or Ser; 

X2 is Tyr, Phe, Glu, Cys, Asn; 

X4 is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala; 

X7 is Lys, Asn, Gin, Gly, or Arg; 

X9 is Trp, Ser, Thr, Arg, Cys, Tyr, or Lys; and 

Xio is Leu, Phe, Val, He, or His. 

1 9. The bacteriophage according to Claim 1 8 , wherein said polypeptide comprises the 
amino acid sequence: Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu (SEQ ID NO:436). 
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20. The bacteriophage according to Claim 18, wherein said polypeptide comprises the 
amino acid sequence: Ala-X2-X3-X4-Asp-X6~Leu-Thr-X9-Leu-Xii-Xi2-Xi3-Xi4 
(SEQ ID NO:447), 

wherein 

X2 is any amino acid except Arg; 

X3 is Trp, Glu, Lys, Cys, Leu^ Ala, Arg, Gly, or Ser; 

X4 is Tyr, Phe, Glu, Cys, Asn; 

Xe is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala; 

X9 is Lys, Asn, Gin, Gly, or Arg; 

Xu is Trp, Ser, Thr, Arg, Cys, Tyr, or Lys; 

X12 is Leu, Phe, Val, He, or His; 

Xi3 is Pro, Leu, His, Ser, Arg, Asn, Ghi, Thr, Val, Ala, Cys, He, Phe, or Tyr; and 
Xi4 is Asp, Glu, Asn, Val, His, Gin, Arg, Gly, Ser, Tyr, Ala, Cys, Lys, He, Thr or Leu. 

21. The bacteriophage according to Claim 18, wherein said polypeptide comprises an 
amino acid sequence selected from the group consisting of SEQ ID NOs: 186-435 as 
depicted in Table 14. 

22. A recombinant bacteriophage expressing exogenous DNA encoding a BLyS 
binding polypeptide comprising an amino acid sequence of the formula: 

(A) Xi-X2-X3-Cys-X5-Phe-X7-Trp-Glu-Cys-Xii-Xi2-Xi3 (SEQ ID N0:1), 
wherein 

Xi is Ala, Asn, Lys, or Ser; 

X2 is Ala, Glu, Met, Ser, or Val; 

X3 is Ala, Asn, Lys, or Pro; 

X5 is Phe, Trp, or Tyr; 

X7 is Pro or Tyr; 

Xii is Ala, Gin, His, Phe, or Val; 

X12 is Asn, Gin, Gly, His, Ser, or Val; and 

Xi3 is Ala, Asn, Gly, He, Pro, or Ser; or 
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(B) Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Cys-Xi2-Xi3-Xi4 (SEQ ID 

N0:2), 
wherein 

X] is Ala, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, Tyr, Val, 
or is absent; 

X2 is Ala, Asn, Asp, Gin, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, Tyr, or 
Val; 

X3 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Trp, Tyr, 
or Val; 

X5 is Asp, He, Leu, or Tyr; 

X6 is Arg, Asp, Glu, His, He, Leu, Lys, Phe, Pro, Tyr, or Val; 
X7 is His, Leu, Lys, or Phe; 
Xg is Leu, Pro, or Thr; 

X9 is Arg, Asn, Gly, His, He, Lys, Met, or Trp; 

Xio is Ala, Gin, Glu, Gly, His, He, Leu, Met, Phe, Ser, Trp, Tyr, or Val; 

X12 is Asp, Ghi, Glu, Gly, He, Leu, Lys, Phe, Ser, Trp, Tyr, or Val; 

Xi3 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, 

Tyr, or Val; and 

Xi4 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Phe, Pro, Trp, Tyr, Val, or is 
absent; or 

(C) Xi-X2-X3-Cys-X5-X6-X7-X8"X9-Xio-Xii-Cys-Xi3-Xi4-Xi5 (SEQ ID 

N0:3), 
wherein 

X] is Ala, Arg, Asn, Asp, Leu, Lys, Phe, Pro, Ser, or Thr; 

X2 is Asn, Asp, Gin, His, He, Lys, Pro, Thr, or Trp; 

X3 is Ala, Arg, Asn, Gin, Glu, His, Phe, Pro, or Thr; 

X5 is Asn, Asp, Pro, Ser, or Thr; 

Xe is Arg, Asp, He, Leu, Met, Pro, or Val; 

X7 is Ala, He, Leu , Pro, Thr, or Val; 

Xg is Asn, His, He, Leu, Lys, Phe, or Thr; 

X9 is Asn, Glu, Gly, His, Leu, Lys, Met, Pro, or Thr; 
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Xio is Arg, Asn, Asp, Gin, Glu, Gly, He, Lys, Met, Pro, Ser, or Trp; 
Xii is Arg, Glu, Gly, Lys, Phe, Ser, Trp, or Tyr; 
Xi3 is Gin, Glu, lie, Leu, Phe, Pro, Ser, Tyr, or Val; 
Xi4 is Asn, Gly, He, Phe, Pro, Thr, Trp, or Tyr; and 
Xi5 is Asn, Asp, Glu, Leu, Lys, Met, Pro, or Thr; or 

(D) Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio"Xi i- Xi2-Cys-Xi4-Xi5-Xi6 
(SEQ ID N0:4), 

wherein 

Xi is Asn, Asp, His, Leu, Phe, Pro, Ser, Tyr, or is absent; 

X2 is Arg, Asn, Asp, His, Phe, Ser, or Trp; 

X3 is Asn, Asp, Leu, Pro, Ser, or Val; 

X5 is Asp, Gin, His, He, Leu, Lys, Met, Phe, or Thr; 

X6 is His, He, Leu, Met, Phe, Pro, Trp, or Tyr; 

X7 is Asp, His, Leu, or Ser; 

Xg is Ala, Arg, Asp, Glu, Leu, Phe, Pro, or Thr; 

X9 is Ala, Arg, Asn, or Leu; 

Xio is He, Leu, Met, Pro, Ser, or Thr; 

Xii is Ala, Arg, Asn, Gly, His, Lys, Ser, or Tyr; 

X12 is Ala, Arg, Asn, Gin, Leu, Met, Ser, Trp, Tyr, or Val; 

Xi4 is Asp, Gly, Leu, Phe, Tyr, or Val; 

Xi5 is Asn, His, Leu, Pro, or Tyr; and 

X16 is Asn, Asp, His, Phe, Ser, or Tyr; or 

(E) Xi-Xi-Xs-Cys-Xs-Xa-Xy-Xg-Xg-Xio-Xi i-Xi2"Xi3-Xi4-Cys-Xi 6-X17-X1 s 
(SEQ m N0:5), 

wherein 

Xi is Arg, Asp, Gly, His, Leu, Phe, Pro, Ser, Trp, Tyr, or is absent; 

X2 is Ala, Arg, Asn, Asp, Gly, Pro, Ser, or is absent; 

X3 is Arg, Asn, Gin, Glu, Gly, Lys, Met, Pro, Trp or Val; 

X5 is Arg, Asn, Gin, Glu, His, Leu, Phe, Pro, Trp, Tyr, or Val; 

X6 is Arg, Asp, Ghi, Gly, He, Lys, Phe, Thr, Trp or Tyr; 

X7 is Ala, Arg, Asp, Glu, Gly, Leu, Ser, or Tyr; 
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Xs is Asp, Gin, Glu, Leu, Met, Phe, Pro, Ser, or Tyr; 
X9 is Asp, Leu, Pro, Thr, or Val; 

X]o is Arg, Gin, His, He, Leu, Lys, Met, Phe, Thr, Trp or Tyr; 

X] 1 is Ala, Arg, Asn, Gin, Glu, His, Leu, Lys, Met, or Thr; 

X]2 is Ala, Asn, Gin, Gly, Leu, Lys, Phe, Pro, Thr, Trp, or Tyr; 

Xi3 is Ala, Arg, Gin, His, Lys, Met, Phe, Pro, Thr, Trp, or Tyr; 

Xi4 is Arg, Ghi, Glu, Gly, His, Leu, Met, Phe, Pro, Ser, Thr, Tyr, or Val; 

X16 is Arg, Asp, Gly, His, Lys, Met, Phe, Pro, Ser, or Trp; 

Xi7 is Arg, Asn, Asp, Gly, His, Phe, Pro, Ser, Trp or Tyr; and 

X18 is Ala, Arg, Asn, Asp, His, Leu, Phe, or Trp; or 

(F) Xi-X2-X3-X4-X5-X6-X7-X8-X9~Xio-Xii-Xi2 (SEQ ID N0:6), 
wherein 

Xi is Ala, Arg, Gly, His, Leu, Lys, Met, Phe, Trp, Tyr, or Val; 

X2 is Ala, Arg, Gin, His, He, Leu, Phe, Thr, Trp, or Tyr; 

X3 is Ala, Asp, Lys, Phe, Thr, Trp or Tyr; 

X4 is Arg, Asp, Gin, Lys, Met, Phe, Pro, Ser, Tyr, or Val; 

X5 is Asp, Leu, Lys, Phe, Pro, Ser, or Val; 

Xe is His, He, Leu, Pro, Ser, or Thr; 

X7 is Arg, Gly, His, Leu, Lys, Met, or Thr; 

Xg is Ala, Arg, Asn, He, Leu, Lys, Met, or Thr; 

X9 is Ala, Asn, Arg, Asp, Glu, Gly, His, Leu, Met, Ser, Trp, Tyr, or Val; 
Xio is He, Leu, Phe, Ser, Thr, Trp, Tyr, or Val; 

Xii is Ala, Arg, Gly, His, He, Leu, Lys, Pro, Ser, Thr, Trp, Tyr, or Val; and 
X12 is Arg, Asp, His, Leu, Lys, Met, Phe, Pro, Ser, Trp, Tyr, or Val; or 

(G) X1-X2-X3-X4-X5-X6-X7-X8-X9-X10-X1 1-X12-X13 (SEQ ID N0:7), 
wherein 

Xi is Asp, Gin, Glu, Gly, His, Lys, Met, or Trp; 

X2 is Arg, Gin, His, He, Leu, or Pro; 

X3 is Asp, Gly, He, Lys, Thr, Tyr or Val; 

X4 is Asn, Asp, Gin, Glu, Met, Pro, Ser, or Tyr; 

X5 is Asn, Asp, His, lie, Leu, Met, Pro, Thr or Val; 
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X6 is Asp, Glu, His, Leu, Lys, Pro, or Val; 

X7 is Arg, Asn, Gin, His, He, Leu, Met, Pro, or Thr; 

Xg is Gin, Gly, His, Leu, Met, Ser, or Thr; 

X9 is Asn, Gin, Gly, His, Leu, Lys, Ser, or Thr; 

Xio is Ala, Gly, He, Leu, Lys, Met, or Phe; 

Xu is Ala, Glu, His, lie. Leu, Met, Ser, Thr, Trp, Tyr, or Val; 

X12 is Arg, Ghi, Glu, Gly, His, He, Lys, Tyr, or Val; and 

Xi3 is Arg, Asn, Glu, His, He, Ser, Thr, Trp, or Val 

23. The recombinant bacteriophage according to Claim 22, wherein 

(a) said polypeptide comprises an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5"Phe-X7"Trp-Glu-Cys-Xii-Xi2-Xi3 (SEQ ID N0:1), and the 
following amino acid positions are independently selected as follows: X3 is Lys; X5 is 
Tyr; X7 is Pro; Xu is Ala, Gin, His, Phe, or Val; X12 is Asn, Gin, Gly, His, Ser, or Val; 
Xi3 is Ala, Asn, Gly, He, Pro, or Ser; or combinations of such selections; or 

(b) said polypeptide comprises an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Cys-Xi2-Xi3-Xi4 (SEQ ID N0:2), and the 
following amino acid positions are independently selected as follows: X3 is Asp; X5 is 
Asp or Leu; is Glu or Leu; X7 is His or Leu; Xg is Thr or Pro; X9 is Lys; or 
combinations of such selections; or 

(c) said polypeptide comprises an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Xii-Cys-Xi3-Xi4-Xi5 (SEQ ID N0:3), and the 
following amino acid positions are independently selected as follows: X3 is Ala; X5 is 
Asp; Xg is He; X7 is Val or Leu; Xg is Thr; X9 is Leu; Xu is Ser; X13 is Val; X15 is Glu or 
Pro; or combinations of such selections; or 

(d) said polypeptide comprises an amino acid sequence of the following formula: 
Xi-X2-X3-Cys-X5~X6-X7-Xg-X9-Xio-Xi 1- Xi2-Cys-Xi4-Xi5-Xi6 (SEQ ID NO:4), 
and the following amino acid positions are independently selected as follows: Xi is Ser; 
X2 is Arg; X3 is Asn or Asp; X7 is Asp; Xg is Glu or Pro; X9 is Leu; Xio is Thr; Xh is 
Leu; Xi5 is His, Leu, or Pro; X16 is Asp or Ser; or combinations of such selections; or 

(e) said polypeptide comprises an amino acid sequence of the following formula: 
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Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Xii-Xi2-Xi3-Xi4-Cys-Xi6-Xn-Xi8 (SEQ ID 
N0:5), and the following amino acid positions are independently selected as follows: Xi 
is Arg; X2 is Asn, Asp, Gly, or Pro; X3 is Gly or Met; X5 is Trp, Tyr, or Val; Xe is Asp; 
X7 is Asp; Xg is Leu; X9 is Leu or Thr; Xio is Lys or Thr; Xn is Arg or Leu; X12 is Thr or 
Trp; Xi3 is Met or Phe; X14 is Val; X16 is Met; Xn is Arg, His, or Tyr; Xis is Asn or His; 
or combinations of such selections; or 

(f) said polypeptide comprises an amino acid sequence of the following formula: 
Xi-X2-X3-X4-X5-X6-X7-X8-X9~Xio-Xii-Xi2 (SEQ ID N0:6), and the following 
amino acid positions are independently selected as follows: Xi is Gly, Tyr, or Val; X2 is 
His or Tyr; X3 is Asp or Tyr; X4 is Asp or Gin; X5 is Leu or Ser; is Leu or Thr; X7 is 
Lys or Thr; Xg is Leu or Lys; X9 is Met or Ser; Xio is Thr or Leu; Xn is Pro or Thr; X12 is 
Arg or Pro; or combinations of such selections; or 

(g) said polypeptide comprises an amino acid sequence of the following formula: 
Xi-X2-X3-X4"X5-X6-X7~X8~X9-Xio-Xii-X|2-Xi3 (SEQ ID N0:7), and the following 
amino acid positions are independently selected as follows: Xi is Glu or Lys; X2 is His or 
Pro; X3 is Tyr; X4 is Asp or Gin; X5 is Asn or Thr; Xe is Asp or Pro; X7 is He or Pro; Xg is 
Leu or Thr; X9 is Lys; Xio is Gly or Met; Xu is Ala or Thr; X12 is Arg or His; X13 is His; 
or combinations of such selections. 

24. A method for detecting BLyS or a BLyS-like polypeptide in a solution suspected 
of containing it comprising: 

(a) contacting said solution with a polypeptide according to any of Claims 1, 9 or 1 1, and 

(b) determining whether binding has occurred between said polypeptide and BLyS or a 
BLyS-like polypeptide. 

25. A method for purifying BLyS or a BLyS-like polypeptide comprising: 

(a) immobilizing a binding polypeptide according to any of Claims 1, 9 or 1 1 on a solid 
support; 

(b) contacting a solution containing BLyS or a BLyS-like polypeptide with said support; 
and, thereafter, 

(c) separating the solution from said support. 
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26 . BLyS separation media comprising: 

(a) a chromatographic matrix material, and, immobilized thereon, 

(b) a BLyS binding molecule comprising a BLyS binding polypeptide as defined 
in any of Claims 1, 9 or 11 . 

27. The BLyS separation media according to Claim 26, comprising: 

(a) a chromatographic matrix material, and, immobilized thereon, 

(b) a BLyS binding molecule comprising a BLyS binding polypeptide comprising 
an amino acid sequence selected firom the group consisting of SEQ ED NOs:20-162 and 
186-435, as depicted in Tables 1-8 and 14. 

28. A method for separating BLyS or a BLyS-like polypeptide fi-om a solution 
containing it comprising: 

(a) contacting said solution with separation media as defined in Claim 26, 

(b) removing unbound material, and 

(c) eluting bound BLyS or BLyS-like polypeptide fi*om said separation media. 

29. A polynucleotide encoding a BLyS binding polypeptide comprising the amino 
acid sequence: Asp-Xaa-Leu-Thr (SEQ ID NO:446), wherein Xaa is Pro, Ser, Thr, Phe, 
Leu, Tyr, Cys, or Ala. 

30. The polynucleotide according to Claim 29, wherein Xaa is Pro or Ser. 

3 1 . The polynucleotide according to Claim 29, wherein said polypeptides comprises 
the amino acid sequence: Xi-X2~Asp-X4-Leu-Thr-X7-Leu-X9"Xio (SEQ ID NO:448), 
wherein 

Xi is Trp, Glu, Lys, Cys, Leu, Ala, Arg, Gly, or Ser; 
X2 is Tyr, Phe, Glu, Cys, Asn; 
X4 is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala; 
X7 is Lys, Asn, Gin, Gly, or Arg; 
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X9 is Trp, Ser, Thr, Arg, Cys, Tyr, or Lys; and 
Xio is Leu, Phe, Val, He, or His, 

32. The polynucleotide according to Claim 3 1 , wherein said polypeptide comprises 
the amino acid sequence: Trp-Tyr-Asp-Pro-Leu-Thr-Lys-Leu-Trp-Leu (SEQ ID 
NO:436). 

33. The polynucleotide according to Claim 31, wherein said polypeptide comprises 
the amino acid sequence: Ala-X2-X3~X4-Asp-X6-Leu-Thr-X9-Leu-Xii-Xi2-Xi3-Xi4 
(SEQ ID NO:447), 

wherein 

Xa is any amino acid except Arg; 

X3 is Trp, Glu, Lys, Cys, Leu, Ala, Arg, Gly, or Ser; 

X4 is Tyr, Phe, Glu, Cys, Asn; 

Xe is Pro, Ser, Thr, Phe, Leu, Tyr, Cys, or Ala; 

X9 is Lys, Asn, Gin, Gly, or Arg; 

Xii is Trp, Ser, Thr, Arg, Cys, Tyr, or Lys; 

X12 is Leu, Phe, Val, He, or His; 

Xi3 is Pro, Leu, His, Ser, Arg, Asn, Gin, Thr, Val, Ala, Cys, He, Phe, or Tyr; and 
Xi4 is Asp, Glu, Asn, Val, His, Ghi, Arg, Gly, Ser, Tyr, Ala, Cys, Lys, lie, Thr or Leu. 

34. The polynucleotide according to Claim 3 1 , encoding a polypeptide comprising an 
amino acid sequence selected from the group consisting of SEQ ID NOs: 186-435 as 
depicted in Table 14. 

35. A polynucleotide encoding a BLyS binding polypeptide of the formula: 
(A) Xi-X2-X3-Cys-X5-Phe-X7-Trp- Glu-Cys-Xii-Xi2-Xi3 (SEQ ID NO: 1), 
wherein 

Xi is Ala, Asn, Lys, or Ser; 
X2 is Ala, Glu, Met, Ser, or Val; 
X3 is Ala, Asn, Lys, or Pro; 
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Xs is Phe, Trp, or Tyr; 

X7 is Pro or Tyr; 

Xn is Ala, Gin, His, Phe, or Val; 

X12 is Asn, Gin, Gly, His, Ser, or Val; and 

Xi3 is Ala, Asn, Gly, He, Pro, or Ser; or 

(B) Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Cys-Xi2-Xi3-Xi4 (SEQ ID N0:2), 
wherein 

Xi is Ala, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, Tyr, Val, 
or is absent; 

X2 is Ala, Asn, Asp, Gin, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, Tyr, or 
Val; 

X3 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Met, Phe, Pro, Ser, Trp, Tyr, 
or Val; 

X5 is Asp, He, Leu, or Tyr; 

X6 is Arg, Asp, Glu, His, He, Leu, Lys, Phe, Pro, Tyr, or Val; 
X7 is His, Leu, Lys, or Phe; 
Xg is Leu, Pro, or Thr; 

X9 is Arg, Asn, Gly, His, He, Lys, Met, or Trp; 

Xio is Ala, Gin, Glu, Gly, His, He, Leu, Met, Phe, Ser, Trp, Tyr, or Val; 

X12 is Asp, Gin, Glu, Gly, He, Leu, Lys, Phe, Ser, Trp, Tyr, or Val; 

Xi3 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, Leu, Lys, Met, Phe, Pro, Ser, Thr, Trp, 

Tyr, or Val; and 

Xi4 is Ala, Arg, Asn, Asp, Gin, Glu, Gly, His, He, Leu, Lys, Phe, Pro, Trp, Tyr, Val, or is 
absent; or 

(C) Xi-X2-X3--Cys-X5-X6-X7"X8-X9-Xio"Xii-Cys-Xi3-Xi4-Xi5 (SEQ ID N0:3), 
wherein 

Xi is Ala, Arg, Asn, Asp, Leu, Lys, Phe, Pro, Ser, or Thr; 
X2 is Asn, Asp, Gin, His, He, Lys, Pro, Thr, or Trp; 
X3 is Ala, Arg, Asn, Gin, Glu, His, Phe, Pro, or Thr; 
X5 is Asn, Asp, Pro, Ser, or Thr; 
Xe is Arg, Asp, He, Leu, Met, Pro, or Val; 
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Xt is Ala, He, Leu , Pro, Thr, or Val; 

Xg is Asn, His, He, Leu, Lys, Phe, or Thr; 

X9 is Asn, Glu, Gly, His, Leu, Lys, Met, Pro, or Thr; 

Xio is Arg, Asn, Asp, Gbi, Glu, Gly, He, Lys, Met, Pro, Ser, or Trp; 

Xu is Arg, Glu, Gly, Lys, Phe, Ser, Trp, or Tyr; 

Xi3 is Gin, Glu, He, Leu, Phe, Pro, Ser, Tyr, or Val; 

Xi4 is Asn, Gly, He, Phe, Pro, Thr, Trp, or Tyr; and 

Xi5 is Asn, Asp, Glu, Leu, Lys, Met, Pro, or Thr; or 

(D) Xi-X2-X3-Cys-X5-X6-X7-X8-X9"Xio-Xii-Xi2-Cys-Xi4-Xi5-Xi6 (SEQ ID 
N0:4), 

wherein 

Xi is Asn, Asp, His, Leu, Phe, Pro, Ser, Tyr, or is absent; 

X2 is Arg, Asn, Asp, His, Phe, Ser, or Trp; 

X3 is Asn, Asp, Leu, Pro, Ser, or Val; 

X5 is Asp, Gin, His, He, Leu, Lys, Met, Phe, or Thr; 

X6 is His, He, Leu, Met, Phe, Pro, Trp, or Tyr; 

X7 is Asp, His, Leu, or Ser; 

Xg is Ala, Arg, Asp, Glu, Leu, Phe, Pro, or Thr; 

X9 is Ala, Arg, Asn, or Leu; 

Xio is He, Leu, Met, Pro, Ser, or Thr; 

Xii is Ala, Arg, Asn, Gly, His, Lys, Ser, or Tyr; 

X12 is Ala, Arg, Asn, Gin, Leu, Met, Ser, Trp, Tyr, or Val; 

Xi4 is Asp, Gly, Leu, Phe, Tyr, or Val; 

Xi5 is Asn, His, Leu, Pro, or Tyr; and 

X16 is Asn, Asp, His, Phe, Ser, or Tyr; or 

(E) Xi-X2-X3-Cys-X5-X6-X7-X8-X9-Xio-Xn-Xi2-Xi3-Xi4-Cys-Xi6-Xi7-X]8 
(SEQ JD N0:5), 

wherein 

Xi is Arg, Asp, Gly, His, Leu, Phe, Pro, Ser, Trp, Tyr, or is absent; 
X2 is Ala, Arg, Asn, Asp, Gly, Pro, Ser, or is absent; 
X3 is Arg, Asn, Gin, Glu, Gly, Lys, Met, Pro, Trp or Val; 
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Xs is Arg, Asn, Gin, Glu, His, Leu, Phe, Pro, Trp, Tyr, or Val; 
X6 is Arg, Asp, Gin, Gly, lie, Lys, Phe, Thr, Trp or Tyr; 
X7 is Ala, Arg, Asp, Glu, Gly, Leu, Ser, or Tyr; 
Xs is Asp, Gin, Glu, Leu, Met, Phe, Pro, Ser, or Tyr; 
X9 is Asp, Leu, Pro, Thr, or Val; 

Xio is Arg, Gin, His, He, Leu, Lys, Met, Phe, Thr, Trp or Tyr; 

Xu is Ala, Arg, Asn, Ghi, Glu, His, Leu, Lys, Met, or Thr; 

X12 is Ala, Asn, Gin, Gly, Leu, Lys, Phe, Pro, Thr, Trp, or Tyr; 

Xi3 is Ala, Arg, Gin, His, Lys, Met, Phe, Pro, Thr, Trp, or Tyr; 

Xi4 is Arg, Ghi, Glu, Gly, His, Leu, Met, Phe, Pro, Ser, Thr, Tyr, or Val; 

X16 is Arg, Asp, Gly, His, Lys, Met, Phe, Pro, Ser, or Trp; 

Xi7 is Arg, Asn, Asp, Gly, His, Phe, Pro, Ser, Trp or Tyr; and 

X18 is Ala, Arg, Asn, Asp, His, Leu, Phe, or Trp; or 

(F) Xi-X2-X3-X4-X5~X6-X7-X8-X9-Xio-Xii-Xi2 (SEQ ID N0:6), 
wherein 

Xi is Ala, Arg, Gly, His, Leu, Lys, Met, Phe, Trp, Tyr, or Val; 

X2 is Ala, Arg, Gin, His, He, Leu, Phe, Thr, Trp, or Tyr; 

X3 is Ala, Asp, Lys, Phe, Thr, Trp or Tyr; 

X4 is Arg, Asp, Ghi, Lys, Met, Phe, Pro, Ser, Tyr, or Val; 

X5 is Asp, Leu, Lys, Phe, Pro, Ser, or Val; 

Xg is His, He, Leu, Pro, Ser, or Thr; 

X7 is Arg, Gly, His, Leu, Lys, Met, or Thr; 

Xg is Ala, Arg, Asn, He, Leu, Lys, Met, or Thr; 

X9 is Ala, Asn, Arg, Asp, Glu, Gly, His, Leu, Met, Ser, Trp, Tyr, or Val; 
Xio is He, Leu, Phe, Ser, Thr, Trp, Tyr, or Val; 

Xii is Ala, Arg, Gly, His, He, Leu, Lys, Pro, Ser, Thr, Trp, Tyr, or Val; and 
X12 is Arg, Asp, His, Leu, Lys, Met, Phe, Pro, Ser, Trp, Tyr, or Val; or 

(G) Xi-X2-X3-X4~X5-X6-X7-X8-X9-Xio-Xn-Xi2-Xi3 (SEQ ID N0:7), 
wherein 

Xi is Asp, Gin, Glu, Gly, His, Lys, Met, or Trp; 
X2 is Arg, Gin, His, He, Leu, or Pro; 



-118- 



X3 is Asp, Gly, He, Lys, Thr, Tyr or Val; 

X4 is Asn, Asp, Gin, Glu, Met, Pro, Ser, or Tyr; 

X5 is Asn, Asp, His, He, Leu, Met, Pro, Thr or Val; 

X6 is Asp, Glu, His, Leu, Lys, Pro, or Val; 

X7 is Arg, Asn, Gin, His, He, Leu, Met, Pro, or Thr; 

Xg is Gin, Gly, His, Leu, Met, Ser, or Thr; 

X9 is Asn, Gin, Gly, His, Leu, Lys, Ser, or Thr; 

Xio is Ala, Gly, He, Leu, Lys, Met, or Phe; 

Xii is Ala, Glu, His, He, Leu, Met, Ser, Thr, Trp, Tyr, or Val; 

X12 is Arg, Gin, Glu, Gly, His, He, Lys, Tyr, or Val; and 

Xi3 is Arg, Asn, Glu, His, He, Ser, Thr, Trp, or Val 

36. A method for identifying a binding molecule for a BLyS target comprising the 
steps of utilizing a BLyS binding polypeptide according to any of Claims 1, 9 or 1 1 to 
form a complex with BLyS or a BLyS-like polypeptide, contacting said complex with 
one or more potential BLyS target binding molecules, and determining whether said one 
or more potential BLyS target binding molecules competes with said BLyS binding 
polypeptide to form a complex with said BLyS or BLyS-like polypeptide. 

37. A BLyS affinity maturation library, comprising a population of at least 10"^ 
polypeptides, wherein the polypeptides of said population comprise the amino acid 
sequence: 

Ala-X2-X3-X4-Asp-X6-Leu-Thr-X9-Leu-Xii~Xi2-Xi3"Xi4 (SEQ ID 
NO:449), 
wherein 

X2 is any amino acid; 
X3 is any amino acid; 
X4 is any amino acid; 
X6 is any amino acid; 
X9 is any amino acid; 
Xi 1 is any amino acid; 
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Xi2 is any amino acid; 
Xi3 is any amino acid; and 
Xi4 is any amino acid. 

38. A DNA template encoding a multiplicity of BLyS binding polypeptides, comprising 
the sequence: 

GCT NNN NNN NNN GAT NNN CTT ACT NNN CTC NNN NNN NNN NNN (SEQ 
ID NO: 185). 



a 
^0 
^fl 
W 

nj 

m 
m 
m 

si 

p 
m 
u 

H 

a 



-120- 



